was common among all ETP groups, and two were exclusive to Hawai'i. The final two 3 2 8
Hawai'ian ATP6 haplotypes were shared with one ETP spinner dolphin each. ND2 also 3 2 9 had 53 haplotypes total, but only 4 spread among the 15 Hawai'ian samples. Twelve 3 3 0 samples from Hawai'i had two haplotypes that were not shared with ETP populations.
1
One individual shared a haplotype with an eastern spinner dolphin, the other two 3 3 2 haplotypes were single samples unique to Hawai'i. Finally, ND5 had 70 total haplotypes, 3 3 3 but only 5 among the Hawai'ian samples -none of which were shared with ETP We assembled 76 complete or nearly complete (<10% missing data) spotted dolphin mitogenomes (Genbank accession numbers in Supplementary Table S2 ). Sample sizes, in the ETP show reduced h compared to their offshore ETP counterparts (Table 1) .
4 7
Similar to the spinner dolphin mitogenome data, the substitution rate test did not detect regions and the entire concatenated data set. Table 4 . Similar to the 3 5 3 peer-reviewed) is the author/funder. All rights reserved. No reuse allowed without permission.
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Nevertheless, our results provide evidence of genetic differentiation between the accepted Breeding biology and movement patterns could also affect the patterns we see between decrease N e , which could serve to amplify signal of structure in the nuDNA genome. The peer-reviewed) is the author/funder. All rights reserved. No reuse allowed without permission.
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were likely underestimated. between Central American and whitebelly spinners using mtDNA genes (control region 4 6 0 and cytb). We recovered the same pattern for cytb and several others (Table 2) . Moreover, spinners, but the confidence in the identification was low and they should have been American spinners (n=9), which may have impacted our ability to detect intraspecific 4 6 8 structure. However, the Central American subspecies has lower relative abundance, and 4 6 9 therefore might be expected to show higher levels of structure due to drift. dolphin range than we did. Additionally, the differences could be attributed to the unique (i.e., microsatellites) vs. the mitogenomes used in our study. A main objective of this work was to test for difference between existing (NE, WS, and
Coastal) and proposed (independent W and S) management stocks. Using the whole 5 4 8 mtDNA genome data set, we found no evidence for differentiation between the two 5 4 9 current stocks (NE and WS). This could be because the two stocks are genetically 5 5 0 connected or because our data lack power to detect differentiation at this fine scale. The estimates for this partition. The NE and the offshore southern group were not significantly different in any test, suggesting that the distributional hiatus at 5° north is not a barrier to gene flow. We cannot say with any certainty if this is the case, however, sample size is necessary to convincingly investigate this hiatus. Overall, the whole 5 6 0 peer-reviewed) is the author/funder. All rights reserved. No reuse allowed without permission.
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significance is determined by an arbitrary cut-off (P = 0.05), we also present results that 6 1 4
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Because of the greater divergence observed between Hawai'ian and ETP populations of 6 4 0 these two dolphins, we thought it would be informative to highlight genes showing Institution Press, Washington DC. Targeted multiplex next-generation sequencing: Advances in techniques of mitochondrial A single amino acid mutation contributes to adaptive beach mouse color pattern. Science, Evolution of population structure in a highly social top predator, the killer whale. Molecular Biology and Evolution 24 (6):1407-1415. Leslie, M. S., and P. A. Morin. In press. Using genome-wide SNPs to detect structure in high-diversity and low-divergence populations of severely impacted eastern tropical Wheeler transform. Bioinformatics 25:1754-1760. peer-reviewed) is the author/funder. All rights reserved. No reuse allowed without permission.
The copyright holder for this preprint (which was not . http://dx.doi.org/10.1101/091215 doi: bioRxiv preprint first posted online Dec. 4, 2016;  peer-reviewed) is the author/funder. All rights reserved. No reuse allowed without permission.
The copyright holder for this preprint (which was not . http://dx.doi.org/10.1101/091215 doi: bioRxiv preprint first posted online Dec. 4, 2016; 
Central Amer. (9) vs. eastern (53) Table 3 . Pairwise divergence estimates (F ST ) for spinner and spotted dolphin subspecies, respectively, 1 4 using all nuclear SNPs, and using only neutral SNPs. Light gray backgrounds for p<0.05; Medium peer-reviewed) is the author/funder. All rights reserved. No reuse allowed without permission.
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